Remark: Similarity percentage is proportion of got hit clean reads in random 5000 clean reads. Fig. S1 . K-mer (k=17) analysis for estimating the genome size of S. sihama (specimen-2).
2 Remark: The peak depth distribution of specimen-2 was at 59×; the estimated genome size was 531.88 Mb and the revised genome size was 514.98 Mb. Fig. S2 . GC content and average sequencing depth of S. sihama (specimen-2) genome data used for assembly.
For the spot graphs,the x-axis is GC content and the y-axis is sequencing depth. For the bar graphs, the x-axis is sequencing depth distribution and the y-axis is GC content distribution.
Remark: Average GC content of specimen-2 was 44.99%. Remark: Dinucleotide repeats were dominant (53.30%), followed by trinucleotide repeats (36.43%), tetranucleotides repeats (8.16%), pentanucleotide repeats (1.58%) and hexanucleotide repeats (0.53%).
